The emergence of infectious diseases caused by bat-associated viruses has had a devastating and wide-reaching effect on human populations. These viruses include lyssaviruses such as rabies virus, the filoviruses, Ebola (EBOV) and Marburg virus, Severe Acute Respiratory Syndrome (SARS) coronavirus, and the paramyxoviruses, Hendra virus (HeV) and Nipah virus (NiV) 1 . As a result bats have been the focus of substantial research ( The complex nature of bat virus spillover and disease emergence, encompassing environmental, ecological and biological factors, is perhaps best addressed through statistical and mathematical modelling frameworks that can integrate disparate data sources to make inferences regarding infection dynamics and risk [6] [7] [8] .
Detailed epidemiological surveillance has helped to establish predictive models for disease transmission 9 . Recent work using HeV as a model has suggested a delineation of five major contributing factors to viral spillover: (1) people, their animals, and bats. Each will affect the five major contributing factors to viral spillover 8 .
One of the most obvious anthropogenic changes is land-use change. With most land-use changes come non-native species, and it can be contact with non-native species that leads to spillover. Land-use change also typically leads to native habitat loss and fragmentation. Both processes may change bat behaviour and distribution. In doing so, these changes will inevitably affect the infection dynamics of the viruses within those populations.
Plowright et al. modelled the transmission dynamics of HeV in
Australian Pteropus bats (fruit bats or flying foxes) 18 
